The cultivation of genetically engeneered (GE) maize expressing lepidopteran-specific Bt proteins poses a potential risk for non-target butterflies. Maize pollen is dispersed by wind into the environment and is deposited onto host plants of butterfly larvae. While MON810 contains low concentrations of Bt protein in pollen, this is not necessarily true for new GE maize lines.
Choice of species
We selected Aglais urticae ( Fig. 1) and Inachis io (Fig. 2 ) as test organisms: The geographic range of both species extends over Europe (Fig. 3) . The larvae of the second generation develop in July / August and are monophagous on Urtica dioica which is widespread in agrarian landscapes.
The selected species and used methods seem to be appropriate for PMEM. It remains unclear, however, how many study areas and years would be required to get sufficient data for a robust assessment of potential effects. In addition, it could be difficult to select reference areas as controls that are similar in view of their spatial-temporal characteristics. In any case, abiotic impacts have to be taken into account. We thank PTJ and BMBF for funding (grant no. 0315215A).
Results
The spatial data are visualised and analysed with GIS ArcView (Fig. 7) .
The study areas differ in view of the diversity of crops, the percentage of maize fields, the size of maize fields and landscape elements. The Weseke region contains much more U. dioica patches compared to the Schwarzenau region.
In 2009 nests of A. urticae and I. io could be found in both study areas during maize anthesis in July (Tab. 1). However, in 2008 no nests were found.
Mapping of populations
The mappings occur in two agrarian regions of Germany that differ in view of the percentage of maize cultivation (Fig. 4) . Both study areas have a size of 200 ha.
The patches of the host plants U. dioica (Fig. 5) are mapped in view of patch size and density of plants. All patches are controlled for nests of A. urticae and I. io (Fig. 6) . 
